Aims-To develop a multiplex polymerase chain reaction (PCR) method to facilitate identification of mycobacterial isolates. Methods-Type strains of 14 species of mycobacteria and 56 clinical isolates were lysed by boiling in TE Triton. The lysate (5 p1) was used directly in a PCR reaction incorporating three pairs of PCR primers expected to amplify fragments from the genome of (a) all mycobacteria, (b) Mycobacterium tuberculosis complex only and (c) M avium only. PCR products were visualised by electrophoresis on agarose gels. Results-Multiplex PCR applied to 14 type strains yielded patterns on electrophoresis which permitted identification of the mycobacterial isolates as M tuberculosis complex, M avium or as mycobacteria other than the former. The identification of 56 clinical isolates by multiplex PCR was consistent with other methods and was accomplished in less than one working day. Conclusions-This method may facilitate rapid and convenient identification of most clinical isolates of mycobacteria by PCR and gel electrophoresis. Further evaluation is warranted. (J Clin Pathol 1995;48:203-205) 
The number of mycobacterial species known to cause human disease has increased considerably in recent years' and considerable progress has been made in improving the speed of detection of mycobacteria using both culture2 and non-culture techniques.34 However, the processes involved in the identification of cultured mycobacteria could be improved. Rapid identification of Mycobacterium tuberculosis and M avium can be accomplished using commercially available DNA probes.5 At present probes are not readily available for the less common species of mycobacteria and the need to examine cultures with an extensive array of probes may prove to be expensive.
A number of general methods for the identification of mycobacteria based on interspecies genetic differences have been described. 
Results
The multiplex PCR method applied to M tuberculosis and M bovis yielded the expected species specific 240 base pair band and the mycobacterial genus specific band at 439 base pairs (fig 1) . Amplification of M avium yielded a band at 180 base pairs in addition to the 439 base pair band (fig 1) . The M avium specific band at 180 base pairs was also detected from mixed cultures ofM avium and M terrae (fig 2) .
A mixed culture of M avium and M tuberculosis yielded both species specific bands in addition to the common band at 439 base pairs (fig 2) . The other 11 mycobacterial species including M intracellulare yielded only the genus specific band at 439 base pairs.
The series of 56 clinical isolates analysed were grouped on the basis of the multiplex PCR reaction as M avium (28 strains), M tuberculosis complex (17 strains) and other mycobacteria (11 strains 
